ABSTRACT Panton-Valentine leucocidin (PVL)-positive methicillin-resistant Staphylococcus aureus (MRSA) strains cause life-threatening diseases. We present a draft genome sequence of PVL-positive MRSA sequence type 154 (ST154) strain NRL 08/001, isolated from a fatal case of necrotizing pneumonia. The genome consists of 2.9 Mb over 39 contigs and harbors novel composite island staphylococcal cassette chromosome mec element (SCCmec)-mercury composite type 2B&5.
13.1-kb transposon upstream of the terS gene. The SCCmecFinder v1.2 (16) and BLAST-based annotation search identified the unique composite island staphylococcal cassette chromosome mec element (SCCmec)-mercury type 2B&5 composed of SCCmec type IV, an SCC with ccrC recombinase, and a mercury resistance operon usually found in SCCmercury adjacent to SCCmec III (17) (Fig. 1) . Three genomic islands were found in the genome, (i) a 16.3-kb-long S. aureus pathogenicity island (SaPI) carrying genes for enterotoxins C and L inserted into the tmRNA binding protein gene (smpB), (ii) a 7.0-kb-long incomplete SaPI with genes encoding a ferrichrome-binding periplasmic protein (fhuD) and a potassium uptake protein (trk), and (iii) an 18.0-kb-long conjugal transposon, Tn916, with the tetM resistance gene. Plasmid DNA was found on 5 contigs.
Data availability. This whole-genome shotgun project has been deposited in GenBank under accession no. VHNE00000000 (SRA accession no. SRR9600155).
FIG 1
Comparison of the genetic structures of SCCmec elements from S. aureus strain MRSA ZH47 (ST100, GenBank accession no. AM292304) (18) , NRL 08/001, and OC3 (ST239, GenBank accession no. BBKC01000000) (17) . Coding sequences are depicted in the direction of transcription as arrows, and ccr complex genes (blue), mec complex genes (red), a mercury resistance operon (brown), and insertion sequences are annotated. Conserved regions with more than 66% homology are indicated in green, and inversions are indicated in yellow, as determined by BLASTn.
